**Background:** Elucidating relations between viruses and their hosts remains one of the great challenges of the ecology of infectious diseases and may help in identifying drivers of emergence of new pathogens. Following the emergence of SARS, several studies have pointed out the great diversity of *Alphacoronavirus* and *Betacoronavirus* in bats as well as the existence of SARS-related-CoV infection in apparently healthy bats. To date, the greatest *Coronavirinae* diversity has been observed in Microchiroptera and the closest wild virus to SARS-CoV has been detected in this group as well, and more precisely in the Rhinolophoidea super-family. The Rhinolophidae were firstly recognized to host SARS-CoV related *Coronavirinae* and therefore were the most represented bat family in the sampling record. Consequently, their sister group, the Hipposideridae, were less considered in studies focusing on *Coronavirinae* ecology. Given the phylogenetic proximity of these two bat families, their broad and partially sympatric repartition and their diversified behavior, we hypothesized that they might both harbor betacoronaviruses related to SARS-CoV in Asia and that the study of their phylogeny may help to understand the genesis of SARS-CoV.

**Methods:** This work integrates hosts ecology, biogeography, comparative hosts- pathogens phylogeny to propose one hypothesis about the making of the SARS-CoV ancestor. The *Coronavirinae* polymerase sequence has been targeted by Rt-PCR in non-invasive samples from bats collected in isolated and forested area in Thailand. A *Coronavirinae* phylogeny based on all available sequences have been inferred by several methods.

**Results:** Two new coronaviruses were detected in two Hipposideridae bat species in Thailand: one *Betacoronavirus*-b that exhibited long-lasting infection in an isolated bat colony and one *Alphacoronavirus* in another colony. Interestingly, viruses detected in Africa or in Europe are related to those that currently circulate in South-East Asia, reminding the underlying influence of the host phylogeny on the *Coronavirinae* phylogeny.

**Conclusion:** These findings illuminate the origin and the natural history of the *Rhinolophus*-hosted SARS-CoV lineage by pushing forward the hypothesis of a *Betacoronavirus* spill-over from Hipposideridae to Rhinolophidae and then from Rhinolophidae to civets and Human. The common ancestor of Hipposideridae and Rhinolophidae families is a key taxa in the understanding of the actual repartition of Betacoronaviruses.
